A dataset of seventy-two (72) cytotoxic compounds of the National Cancer Institute (NCI) was studied by QSAR and docking approaches to gain deeper insights into ligands selectivity on SK-MEL-2 cell line. The QSAR model was built using fifty (50) molecules and the best-generated model based on multiple linear regression showed, respectively good quality of fits (R 2 (0.864), R 2 adjusted (0.845), Q 2 cv (0.799) and R 2 pred (0.706)). The model's predictive ability was determined by a test set of twenty-two (22) compounds. Compounds 30 and 41 were selected as templates for in silico design because they had high pGI 50 activity and are in the model's applicability domain. The obtained information from the model was explored to design novel molecules by introducing various modifications. Moreover, the designed compounds with better-predicted activity (pGI 50 ) values were selected and docked on the active site of the protein (PDB-CODE: 3OG7) which is responsible for melanoma cancer to elucidate their binding mode. AN2 (À12.1kcalmol -1 ) and AC4 (À12.4kcalmol -1 ) showed a better binding score for the target when compared with (vemurafenib, À11.3kcalmol -1 ) the known inhibitor of the target (V600E-BRAF). These findings may be very helpful in early anti-cancer drug development.
Introduction
Melanoma is identified as one of the most dangerous forms of the skin tumor, having quick metastasizing, progression and a high burden of death, especially when detected late [1] . Even though a significant figure of therapies have been established recently for the late-stage melanoma cancer, this disease has not been defeated yet, resistance develops through cancer heterogeneity, an alternative pathways (signaling) and some serious adverse conditions limiting the potency of the novel treatments [2] . Thus, though therapeutic alternatives are now available and better for the patients with an advanced stage melanoma than before, there is however need to develop new potent drugs that target melanoma and several techniques are being used from exploring a better delivery system for old compounds to assessing new targets [3, 4] .
To obtain a complete drug product requires a long period of about twelve years and the estimated expenses for the sold drug are also very high [5, 6] . This lengthy and expensive process may cause delays and failure of drugs development. Therefore, it is very vital to predict the failures before the clinical stage to reduce the costs of drug development [7] . To filter out the possible failures in the drug development stage, several approaches are being used like the in silico, in vitro, etc. An example of an in silico approach is the modeling of a quantitative structure-activity relationships (QSARs) which can be used to screen chemical libraries, understand drugs action and design novel compounds [8, 9] . Combinatorial approaches are an influential technique adopted in the selection to reduce the time of drug development with various mechanisms of action and it has been used to treat cancer [10, 11] . QSAR modeling has now become very crucial in the understanding the biological and physicochemical properties of the molecules [12, 13] . This method is the most essential means adopted in the ligand-based design of drug and have been used severally for the determination of assorted parameters like stability, carcinogenicity, toxicity, retention time, ADME and some other physicochemical parameters apart from the prediction of the biological activity [14, 15, 16, 17, 18] .
In the current study, we generate a QSAR model that can be applied to predict the cytotoxic effect of various anticancer compounds against the SK-MEL-2 human melanoma cell-line utilizing the dataset obtained from the database of National Cancer Institute (NCI). A QSAR analysis was conducted on this data to bring out the key structural features responsible for the anti-melanoma activity and also to design a novel template that resembles the most potent bioactive conformation. This QSAR approach served as a fundamental predictive tool and used primarily in the design of pharmaceuticals [19] . Further, docking simulation studies were conducted on the V600E-BRAF protein receptor which is responsible for melanoma cancer.
Computational methods

Data collection and structure preparation
Seventy-two (72) set of compounds and their pGI 50 activities on SK-MEL-2 melanoma cell-line was retrieved from National Cancer Institute (NCI) database. The anticancer activity, chemical name and NSC number of these compounds were presented in Table 1 . 2D structures of the studied molecules were converted to the 3D structures utilizing the Spartan 14 Version 1.1.4 from Wavefunction Inc., on the Dell Intel (R) Core ((TM)i7-5500U CPU), 16.00GB RAM @ 2.400GHz 2.400GHz processor, 64-bit Operating system, a Â64-based processor on Windows 8.1 Pro). Molecular optimisation of the molecules was set at the ground state employing the Density Functional Theory (DFT/B3LYP) approach and 6-31G* basis set. The optimized 3D structure was formatted to the SD file and then taken to the PaDEL descriptor tool kit to generate required descriptors for further studies [20] .
QSAR model development and validation
The dataset was split into two (2) subsets, the training (modelling) data set and testing (pridicting) data set using Kennard Stone Algorithm [21, 22] . The training data set is utilized in building the QSAR model which contains 70% of the data and the remaining 30% is for the testing data set that was utilized to describe the predictive capability of the model [23] . All the studied molecules were screened using the generated QSAR model for pGI 50 activity prediction.
Material Studio version 8.0 Software from BIOVIA-Accelrys, was adopted in performing GA and model building. The genetic algorithm (GA) was utilized in chosen proper descriptors as this improves the model accuracy [24] . Multiple Linear Regression (MLR) was applied to the training set to determine the correlation between dependent variable pGI 50 (Y) and independent variable, descriptors (X). In this regression study, the contingent mean of the pGI 50 (dependent variable) relies on X (descriptors). The best model QSAR was chosen based on the statistical validation parameters like the correlation coefficient of determination (R 2 ), Adjusted correlation coefficient R 2 (R 2 adj ), Cross-validated coefficient of determination (Q 2 CV ) and correlation coefficient for an external prediction set (R 2 pred ) all are represented in Eqs. (1), (2), (3), and (4):
Where P represents the number (total) of descriptors in the QSAR model and N is the sample size. Y exp ; Y pred ; Y mtraining is the activity (experimental), the activity (predicted) and the mean activity (experimental) of the compounds in the modeling set [23] .
Ligand-protein preparation and docking studies
The selected ligands (compounds) were optimized and formatted to PDB files for docking utilizing Spartan 14. The X-ray structure of the V600E-BRAF (receptor) in complex with ligand (vemurafenib) (PDB CODE: 3OG7) [25, 26, 27] was retrieved from (www.rcsb.org). V600E-BRAF was imported into the Discovery Studio Visualizer version 16.1.0.15350 and the PDB file was prepared by updating the hydrogen atoms and removing the excess water molecules present in the X-ray structure. This complex structure comprises two homo-dimeric chains A and B. Our goal was to target the mutated chain A of the V600E-BRAF. Thus, chain B was removed from the structure of 3OG7 and the bound ligand also removed from chain A. All the selected compounds (ligands) were docked into the active kinase domain of V600E-BRAF using Auto Dock vina of PyRx docking and virtual screening programme.
Results and discussions
Developed QSAR model and validation
By using pGI 50 values (activity) as dependent variables and calculated descriptors as independent variables, Kennard stone algorithm was applied in splitting the data into two subsets, that is, fifty compounds as training data set while twenty-two compounds as the test set as presented in Table 1 and regression were executed for QSAR analysis. The robustness of the generated model was depicted via the activity interactive graph that presents the predicted against experimental (pGI 50 ) activity plot as in Figure 1 . The best QSAR model is represented by Eq. (5) and the statistical parameters of all the generated models with threshold values were presented in Table 2 : Further, the generated model has achieved high activity-descriptor relationship efficiency of 86.4% as shown by the regression-coefficient (R 2 ¼ 0.864) and a good activity prediction efficiency of 79.9% as shown by the cross-validated regression-coefficient (Q 2 CV ¼ 0.79.9). Knowing the high predictive and descriptive ability, the generated model was considered to be highly robust in predicting the anti-cancer activity of these compounds against the SK-MEL-2 melanoma cancer cell line.
The developed model, which was generated using the training data set compounds, was used to predict the (pGI50) activity of the testing data set of compounds. These predicted activities of the studied compounds for SK-MEL-2 cell line by the built QSAR model are shown in Table 1 . Lower values of residual found from both training set and testing set as presented in Table 1 indicate that the model has a high ability to establish the correlation between the activity and structure. The correlation between the experimental activity and predicted activity according to the model was highly significant as determined by statistical analysis. The closeness of regression-coefficient (R 2 ) to 1.0 indicates that the developed model elaborated a great portion of the descriptor-variation large enough for a good QSAR model. The 0.864 value, demonstrates that about 86.4% of the variation is found within the residual indicating that the model highly predictive and very good.
The large adjusted regression-coefficient R 2 (R 2 adj ) value presented in the generated QSAR model and its closeness to the value of regression-coefficient (R 2 ) indicates that the developed model has perfect descriptive ability to descriptors in it and it further illustrates the true impact of used descriptors on the pGI 50 . Additionally, the closeness of cross-validated regression-coefficient (Q 2 cv ) to the regression coefficient (R 2 ) and its high value showed that the built model was not overfitted. The high R 2 test as shown in the developed model explains 28, 29] . The generated QSAR model satisfied the criteria and therefore acceptable statistically. We can, therefore, conclude that the developed model will correctly predict the anti-melanoma pGI 50 activity of a given compound.
Contribution and interpretation of descriptors
Molecular descriptors imply the physicochemical and structural information in the form of numbers, each descriptor represents specific information that can be implored to enhance the overall biological activity of a molecule. By defining the descriptors that in the developed model, it is likely to understand the features that are related to antimelanoma activity. Therefore, concise descriptions of the selected descriptors are presented in Table 3 and an acceptable interpretation is provided. The contribution and significance of every descriptor in the built model were evaluated by the computation of the mean effect (ME) value [30] of every descriptor by using Eq. (6) . The values for the ME are shown in Table 3 :
Where: ME j is the mean effect (ME) of the descriptor j, β j represents the coefficient of the descriptor j, d ij represents the value of the selected descriptors of each compound and m is the total number of the descriptors in the generated model. The ME value indicates the significance of a specific descriptor when compare to the other descriptors. Descriptors found to have high ME values influences anti-melanoma activity (pGI 50 ). The pGI 50 changes with the ME values of a descriptor, as presented in Table 3 . According to ME values, the selected descriptors were arranged in order about their contributions towards the overall pGI 50 of the studied compounds, in following the increasing order of pGI 50 of the compounds. Based on ME values, the descriptors were arranged in a sequential order about their contributions towards the overall pGI 50 of the studied compounds an increasing sequence of pGI 50 of the compounds.
Si is the Sum of first ionization potentials (scaled on carbon atom). This descriptor had a positive ME value in Table 3 . This indicates its relative significance in influencing the activity of the compounds. Thus, the introduction of the substituent that will improve the ionization of carbon in the molecular structure of a compound might improve pGI 50 activity for the compound.
VE3_Dt is the Logarithmic coefficient sum of the last eigenvector from detour matrix. The positive value of the mean effect (Table 3) for VE3_Dt suggests a positive contribution to the activity. JGI4 is defined as the Mean topological charge index of order 4. The ME of JGI4, when increased, was found to positively affect the anti-cancer activity of the compound.
MLFER_BH is a 2D molecular linear free energy relation descriptor. The descriptor was found to have positive ME value as seen in Table 3 , indicating that the free energy connected with the linearity of the molecule if large would improve the value of pGI 50 of a compound thereby strengthening its stability but decreasing its entropy and spontaneity in interacting with the protein target. Hence, the less linear the compound is the better its activity.
SM1_Dze is defined as Spectral moment of order 1 from Barysz matrix/weighted by Sanderson electronegativities. The negative ME value of the descriptor (Table 3) shows the decrease in the value of the descriptor would improve the pGI 50 of the compounds.
VE3_D is described as the Logarithmic coefficient sum of the last eigenvector from the topological distance matrix. It has a negative ME of high magnitude, meaning a decrease in its value favors an increase in the anti-cancer activity value of the molecule. VE3_D is an index of branching with a lower value implying to increase branching. The descriptors selected for developing the model in this research encoded electronic, topological, and other geometrical aspects of the compounds. The presence of the descriptors in the QSAR model indicates the role of steric and electronic interactions in influencing anti-melanoma pGI 50 activity on SK-MEL-2 cell line.
Applicability domain (AD) and in-silico screening
The applicability domain, AD of the model is the theoretical space in the chemical region comprising of both the descriptors of the QSAR model and the modeled response. This domain permits prediction of uncertainty in the identification of a specific molecule based on the data set of the compounds used in developing the model. The AD is also applied to define the X-outliers in case of the training data set and identify the molecules residing outside the defined AD in case of the testing set utilizing the fundamental theory of standardization method [29] . Several techniques had been employed to define AD of a QSAR model [31] . The generally used one was demonstrated by Gramatica [32] , which employed the leverages for each of the compounds of the data set. The leveraged approach enables the evaluation of the status of a novel compound in a model [32] . Therefore, Leverage method is utilized and is shown as h i in Eq. (7):
Where x: represents descriptor's vector of the selected molecule, X: refers to the descriptor matrix obtained from the training data set descriptor values and the h* (warning leverage) was calculated as in Eq. (8):
Where N represents the number of the training set compounds and prefers to the number of the descriptors in the built model. The defined AD was then visualized with Williams plot, the plot of the standardized residuals versus the leverages (h) of the molecules. A molecule with hi > h* seriously affects the QSAR model performance and can be eliminated from the AD. Further, AE3 value range of standardized residuals is always accepted as a threshold value for affirming predictions of a molecule, because points that lie within AE3 of standardized residuals from the mean cover 99% of the normally distributed data [33] . In this regard, the leverage approach with standardized residuals was combined for the determination and characterization and of the AD. The Williams plot of the constructed model is presented in Figure 2 . 0.420 was found to be the h* (warning leverage) for the built model. According to leverages (hi > 0.420), only one training set compound (35) and two test set compounds (50 and 54) was outside the AD (Figure 2 ) of the constructed model, thus, were recognized as structurally influential compounds based on the large leverage values (hi > h*) they posses [34] .
The in silico screening method is a valuable tool for predicting and recognizing novel biologically potent molecules with enhanced properties before their actual synthesis [23, 34] . Consequently, the in silico method decreases the cost and time involved in recognizing potent leads. Virtual screening was achieved by deletion, insertion, and substitution of various substitutes at different positions on the original templates of molecules [29, 35] and the results of the structural adjustments on the biological activity were studied. Later, the domain of applicability of the QSAR model was established to apply the developed model in screening novel compounds. Therefore, the in silico screening was employed to design novel compounds with good pGI 50 based on the built model and was validated by the developed QSAR model. For this purpose, compound 30 and 41 listed in Table 1 , were selected as templates, because they had relatively high anti-melanoma activity (pGI 50, 9.924 and 9.904); they are within the model's AD and changes can simply be done around the benzene ring of the main structure. The structure of the templates used for modifications is presented in Figures 3 and 4 respectively. The molecules were adjusted in such a way that their synthesis was experimentally achievable. Next, in silico screen was employed by replacing various groups in the R 1 and R 2 sites of the ring; which lead to compounds with improved predicted anti-melanoma activity values as shown in Tables 4 and 5 respectively. Before the prediction of the pGI 50 activity values of newly designed compounds by the developed model, their geometry has been optimized, descriptors computed and their leverages determined as explained for the training set. The warning leverage (limit) for the model (h* ¼ 0.420) was used as the threshold value to screen the designed compounds. Among various molecules designed, the compound AC4 revealed the best activity (pGI 50 ¼ 12.014). Consequently, it is confirming that adopting a simple QSAR model, it is feasible to concurrently identify compounds with enhanced activity and to discover the structural alterations that don't fall within the defined applicability domain of the model. Lastly, this result proves the reliability of the QSAR models and it confirms that with the development of the QSAR model and application of in silico screening method, it is feasible to recognize new synthetic targets for drug development.
Molecular docking simulation studies
Designed molecules AN1, AN2, AC2, and AC4 were chosen for the molecular docking simulation study to represent molecules shown in Tables 4 and 5 respectively as they have the highest predicted pGI 50 activity values with low leverage when compared with the model warning leverage limit. The best docking result for the selected compounds was shown in Table 6 . To validate the docking protocol and productivity, the co-crystalized ligand (vemurafenib) was also docked to the binding site of V600E-BRAF with the binding affinity of À11.3 kcal mol À1 and the RMSD value for both upper and lower bounds were measured (0.0) which proved the docking protocol and productivity.
The obtained docking poses from the Discovery Studio visualizer were shown in Figures 5, 6, 7, 8, and 9 respectively. The designed molecules had negative free energy of binding higher in magnitude when compared with vemurafenib and this indicates a better binding affinity with the receptor. This shows that the designed compounds could be used as an anti-melanoma drug. The docking poses of the designed compounds showed that they interacted with the binding pocket of a protein target in a way similar to vemurafenib with additional number interactions.
AN1 docks with the V600E-BRAF domain with the binding free energy of -11.9 kcal mol À1 as presented in Figure 5 . Six H-bonds were present between the receptor and molecule (ligand), five of which were the conventional H-bonding with GLN530, THR529, CYS532, PHE595 and GLY596 of the protein with a bond lengths of 2.32456, 2.73479, 2.56856, 2.43786 and 2.106 respectively, from the ligand and one C-H bond with CYS532. Besides, VAL471, ALA481, and CYS532 formed pi alkyl bonds with the ligand, while TRP531 and PHE583 formed pi-pi stacked interaction with the ligand.
The docked structure of AN2 shown in Figure 6 indicates a negative free binding energy of (À12.1kcalmol -1 ), suggesting that binding is practicable, because most of the interactions (energies) are of H-bond type with these amino acids (ASP594, THR529, PHE595, and GLY596), thus ensuing in the total negative value. The complex stability result can be connected with an extra Pi/sigma interaction associated with VAL471, Pi/alkyl interactions associated with (PHE468, VAL471, ALA481, and CYS532) and Pi-Pi interactions (TRP531 and PHE583) as reported in Table 6 .
The docked structure of AC2 depicted in Figure 7 shows negative free binding energy of (À11.6kcalmol -1 ) which indicates the possibility of stable interactions between the ligand and the protein target. There are three conventional Hbonds identified between this ligand and receptor; CYS53, SER536 and ASN580 and five carbon-hydrogen with SER465, GLY534, ILE463, GLY466, and SER535. The complex stability may be attributed with an extra alkyl interaction with VAL471, LEU514 and CYS532, Pi-sigma interaction with PHE583, Pi-alkyl interactions (PHE583), Pi-Pi interactions (TRP531 and PHE583) and additional Pi-Sulphur interactions with CYS532, TRP531 as reported in Table 6 .
The free binding energy of AC4 with a receptor is -12.4kcalmol -1 , this interaction was achieved by nine (9) H-bonds with the ligand and Pi/ sigma interaction that introduces stabilizing charges responsible for intercalating the drug within the protein (V600E-BRAF) as presented in Figure 8 . There were nine (9) conventional H-bonds present in the complex and seven (7) hydrophobic interactions with seven (7) amino acids ( Table 6 ). The Pi/Cation interactions with PHE583, VAL471, and ALA481 which formed a Pi/donor H-bond with the amino acids in the binding segment of the receptor. Other identified interactions are the alkyl interaction with (ILE617 and ARG662), pi/alkyl interaction with PHE468 and Pi/Pi interaction with TRP531 similar to vemurafenib.
It has been reported that H-bonding is the main force regulating the interaction between the docked compounds (ligands) and the receptors and also the binding score of the ligand increases with the number of hydrogen bonding/distance [36, 37] . It can be seen that the number of amino acids involved in the conventional hydrogen bonding with the designed molecules was better than that of vemurafenib as presented in Table 6 and Figures 5, 6, 7, 8, and 9 respectively. This might inform the better free binding affinity of the designed molecules for V600E-BRAF. Additionally, some of the designed molecules interacted more with the target amino acids through strong electrostatic forces especially compound AC4 (Figure 8 ).
Conclusion
In this study, a QSAR with molecular docking simulation methods was used to study a series of seventy-two anti-cancer compounds, not only to develop a highly predictive QSAR model but also to identify the key features required to design novel candidates and to explore the interaction mechanism between the compounds and V600E-BRAF protein. The regression coefficients of the model showed an equally good model with sufficient statistical validation keys (R 2 (0.864), R 2 adjusted (0.845), Q 2 cv (0.799) and R 2 pred (0.706)) for the internal and external data sets. The information derived from the model suggests that if changes occur in some regions of the molecules, it might be feasible that the inhibitory activity would improve. As for the new templates design, followed the molecular modification approach in the existing data set, molecule 30 and 41 were selected because they had relatively high antimelanoma activity; they are within the AD of the QSAR model and adjustment can be done easily around their benzene ring. Based on the results, we predicated the pGI 50 activity of proposed molecules by the built QSAR model. The predicted activities of most of the designed molecules were found to be better than the templates and Compound AC4 was found to be the most active (pIG 50 12.014) within all designed compounds. Further, Molecular docking simulation was applied to better understand the binding mechanism and produce the binding poses of some selected proposed compounds (AN1, AN2, AC2, and AC4) into the V600E-BRAF receptor. The newly designed compounds were proved to have a better binding score for V600E-BRAF (PDB CODE: 3OG7) compare to vemurafenib. Thus, these new proposed compounds would be better to investigate the chance of the specificity and higher selectivity toward V600E-BRAF protein. These findings may be helpful in early anti-cancer drug development.
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